In the European Union, Salmonella enterica subsp. enterica serovar Derby is the most abundant serotype isolated from pork. Recent studies have shown that this serotype is polyphyletic. However, one main genomic lineage, characterized by sequence type 40 (ST40), the presence of the Salmonella pathogenicity island 23, and showing resistance to streptomycin, sulphonamides, and tetracycline (STR-SSS-TET), is pork associated. Here, we describe the complete genome sequence of a strain from this lineage isolated in France.
I
n the European Union, Salmonella enterica subsp. enterica serovar Derby (S. Derby) was the fifth serovar reported from human cases of salmonellosis in 2016 (0.7%; 325/44,462 confirmed cases) (1) . European monitoring data linked this serovar predominantly to pigs and pork meat and, to a lesser extent, turkey and cattle (1) . Recent studies based on whole-genome sequencing (WGS) have shown that distinct genomic lineages of S. Derby exist, associated with either pork or poultry (2, 3) . The main genomic lineage associated with pork is characterized by multilocus sequence typing (MLST) profile 40 (sequence type 40 [ST40]), presence of genes mediating resistance to aminoglycosides, sulfonamides, and tetracyclines (3), and presence of Salmonella pathogenicity island 23 (SPI-23), which was previously associated with pork enterocyte invasion (2) . We present here the complete genome sequence of S. enterica subsp. enterica serovar Derby strain 2014LSAL02547, which represents this genomic lineage.
Strain 2014LSAL02547 was isolated in 2014 from a pig carcass sampled at a slaughterhouse in Brittany, France, and identified as belonging to Salmonella serovar Derby, according to the White-Kauffmann-Le Minor scheme (4). Its genome was sequenced using Illumina HiSeq (i.e., paired-end read sequencing, 2 ϫ 150 bp) and PacBio (i.e., long-read sequencing) technologies. Concerning the Illumina HiSeq sequencing, genomic DNA was isolated from overnight culture at 37°C on a tryptone soy yeast extract agar plate using the Wizard genomic DNA purification kit (Promega, France) according to the manufacturer's instructions for Gram-negative organisms. The DNA concentration was measured with a Qubit fluorometer, and a gel of 0.8% agarose was used to assess the quality of the extraction (and an eventual degradation of the DNA). Library preparation and sequencing were performed by the Institut du Cerveau et de la Moelle épinière (www.icm-institute.org) using NextEra XT technology and a NextSeq 500 sequencer, respectively (Illumina). Concerning the PacBio sequencing, DNA extraction and library preparation were performed by Genoscreen (Lille, France). DNA was extracted using a Gentra Puregene kit (Qiagen), the DNA concentration was assessed using a Qubit fluorometer, and the DNA extract's quality was checked by agarose gel electrophoresis. Library preparation was made by DNA fragmentation and ligation of single-molecule real-time (SMRT) adaptors. Prior to sequencing, BluePippin size selection (Sage Science) was set at 15 kb in order to achieve identical sequence overlaps. PacBio sequencing was performed on one SMRT cell. Quality of the Illumina and PacBio reads was examined using FastQC v0.11.5 (5). Prinseq v0.20.4 (6) was used to select Illumina long reads of good quality (no undefined bases; Phred, Ͼ30; length, Ͼ60 kb). SMRT Analysis v2.3.0 software was used to assemble PacBio reads. In SMRT Analysis, the Hierarchical Genome Assembly Process (HGAP) v3.0 (7) was invoked to correct the subreads (length, Ͼ1,000 bases; read score, 0.8), and Celera v8.3 (8) was used for assembly (subread length, Ͼ500 bases; deep coverage, Ͼ25ϫ). SAMtools v1.5 (9) was used to map the Illumina short pairedend reads against the PacBio assembly to correct potential assembly mistakes and to determine the depth of the final assembly. The final deep coverage obtained was 146ϫ. A unique 4.86-Mb contig was obtained, with a GC content of 51.12%. The genome was annotated using Prokka (10) . It included 4,549 coding sequences (CDS) and 88 tRNAs. Genes mediating antimicrobial resistance phenotype STR-SSS-TET (showing resistance to streptomycin, sulfonamides, and tetracycline) are part of the Salmonella genomic island 1 (SGI-1) (3), described in Table 1 . This SGI-1 element integrated a cluster of mercury resistance genes (merA, merC, merP, merT, and merR) located in a Tn7 transposon. SPI-23 from the 2014LSAL02547 genome was 36,603 bp long and was located between the DAD50_12070 and mftA genes ( Table 1) .
Data availability. This whole-genome assembly sequence was deposited in the NCBI database under the accession number CP029486. The SRA accession numbers are SRX3643218 (Illumina reads) and SRX4523973 (PacBio reads).
